ANNOUNCEMENT {#s1}
============

The genus *Pseudomonas* comprises a large number of species that together produce a long list of secondary metabolites that allow it to occupy a diverse range of niches ([@B1]), but little is known about newly discovered species and how they influence plant and soil health. This is particularly true for little-studied environments such as the wild cranberry bog soils in the Cape Cod National Seashore, MA, USA. We isolated *Pseudomonas* sp. strain MWU12-2323 from the rhizosphere of wild cranberry plants as part of a culture-dependent survey of bog soil bacteria, and this article reports its genomic sequence.

Soil samples containing roots from wild cranberry plants were plated on King's medium B (KMB) supplemented with 50 μg ml^−1^ each ampicillin and cycloheximide and grown at 26°C, and a single colony was purified 3 times on KMB agar. Genomic DNA (gDNA) was extracted from overnight KMB broth cultures using a DNeasy blood and tissue kit (Qiagen). gDNA was sheared to ∼600 bp, and libraries were generated for Illumina sequencing (Apollo 384 liquid handler; WaferGen; and library preparation kit, catalog number KK8201; Kapa Biosystems). Sheared DNA was end repaired to create 5′-phosphorylated, blunt-ended double-stranded DNA (dsDNA), and then adapters with 3′-deoxyribosylthymine (3′-dT) overhangs were ligated to the A-tailed library fragments (Bioo Scientific, catalog number 520999). Adapter-ligated DNA fragments were prepared for amplification using Kapa HiFi enzyme with AMPure beads (Agencourt Bioscience/Beckman Coulter, catalog number A63883). Libraries were checked for quality on an Agilent bioanalyzer and with quantitative PCR (library quantification kit, catalog number KK4835; Kapa). Samples were sequenced as 2 × 300-bp and 2 × 150-bp paired-end reads on an Illumina MiSeq platform. Read file data sets were combined, trimmed, partially assembled, and annotated using the Comprehensive Genome Analysis (CGA) feature of PATRIC version 3.5.26 (<https://patricbrc.org>), default parameters ([@B2]).

*Pseudomonas* sp. MWU12-2323 has an assembled genome size of 7,622,148 bp distributed over 67 contigs, with a 60.93% G+C content. Sequence coverage was 69.39× with an *N*~50~ value of 274,347 bp. MWU12-2323 clusters by 16S rRNA phylogeny with *Pseudomonas* sp. MWU13-2860 ([@B3]) but not with any named species ([Fig. 1](#fig1){ref-type="fig"}). High OrthoANI ([@B4], [@B5]) (98.16%) and digital DNA-DNA hybridization (dDDH) ([@B6]) (86.05%) values indicate that MWU12-2323 and MWU13-2860 are conspecific but not identical.

![16S rRNA phylogeny of *Pseudomonas* sp. MWU12-2323. The evolutionary history of 22 selected members of the genus *Pseudomonas* was inferred using the maximum likelihood method based on the Kimura 2-parameter model ([@B8]), with discrete gamma distribution sites (5 categories \[+G, parameter = 0.3066\]). The rate variation model allowed some sites to be evolutionarily invariable (\[+I\], 64.1081% of sites), with complete deletion of gaps and missing data and a rate variation model that allowed for some evolutionarily invariable sites (\[+I\], 82.42% of sites). There was a total of 1,283 positions in the final data set. The tree with the highest log likelihood (--3,550.0097) is shown. Bootstrap values based on 500 samplings are shown at the nodes. Initial trees for the heuristic search were obtained by applying the neighbor-joining method to a matrix of pairwise distances estimated using the maximum composite likelihood (MCL) approach. Except for the Escherichia coli outgroup, the tree is drawn to scale, with branch lengths measured in the number of substitutions per site. Evolutionary analyses were conducted in MEGA6 ([@B9]). *Pseudomonas* sp. MWU12-2323 clusters with *Pseudomonas* sp. strain MWU13-2860, isolated from the same wild bog but taken in a different year. Accession numbers are shown in parentheses next to each organism name.](MRA.01387-19-f0001){#fig1}

Functional annotation was performed using the Rapid Annotations using Subsystems Technologies tool kit (RAST*tk*) in the PATRIC CGA pipeline ([@B7]). There were 7,078 protein-coding genes and 62 tRNA and 5 rRNA operons, as well as genes encoding enzymes for the biosynthesis of nonribosomal protein sequences (NRPS), polyketides, pyoverdine, and bacteriocin, each of which has potential biocontrol activity against root pathogens. Genes related to polysaccharide-degrading enzymes, including those for cellulase, laccases, amylase, and chitinases, were also detected. The presence of genes for carbohydrate polymer-degrading enzymes and biologically active secondary metabolites may indicate a role as a natural suppressor of plant-pathogenic fungi.

Data availability. {#s1.1}
------------------

This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number [WHJD00000000](https://www.ncbi.nlm.nih.gov/nuccore/WHJD00000000) for *Pseudomonas* sp. MWU12-2323. The Sequence Read Archive accession number is [SRR10239425](https://www.ncbi.nlm.nih.gov/sra/SRX6958600%5baccn%5d).
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